[Table method of component partition of phenotypic dispersion for identifying the X chromosome effect based on correlations between relatives].
The tables are proposed which allow to ease and to unificate component variance partitioning based on the "least squares method" in the case of sex-linked genes effect. This approach is directed to partial solving of tasks when the given correlations do not allow the complete component partition. Variants are considered for additive gonosomic variance identification, for additive and dominant autosomic variances and common environmental components for twins. To use these tables, the existence of correlations among twins or offspring-parent and siblings discriminated by sex is needed.